Escherichia coli serotype O157:H7 strain ATCC 43888 is a Shiga toxindeficient human fecal isolate. Due to its reduced toxicity and its availability from a curated culture collection, the strain has been used extensively in applied research studies. Here, we report the Illumina-corrected PacBio whole-genome sequence of E. coli O157:H7 strain ATCC 43888.
E. coli O157:H7 plasmids p35K (GenBank accession number CP015845) and pO157, respectively, as determined by BLAST analysis using GenBank. Based on the high-quality PacBio reads, the average sequencing coverage for the 3 contigs was 90ϫ. The genome was annotated using the NCBI Prokaryotic Genome Annotation Pipeline version 4.8 (11) . BLAST searches of individual genes or loci revealed that the genes for Stx1 and Stx2 are not present, and no prophage was present in the stx 1 insertion site within mlrA, nor was any prophage present in the stx 2 insertion sites within the wrbA, sbcB, yecE, or Z2577 genes. An LEE pathogenicity island with 99.99% identity (100% coverage with no gaps) to the reference outbreak strain Sakai (GenBank accession number NC_002695) (4) was present. The PHAge Search Tool Enhanced Release (PHASTER) prophage locator and annotation tool (12, 13) identified 9 intact, 4 incomplete, and 3 questionable prophage regions, representing approximately 11% of the genome.
Data availability. The whole-genome sequence was deposited at DDBJ/ENA/ GenBank (accession numbers CP041623, CP041624, and CP041625). The versions described in this paper are the first versions. The Illumina and PacBio reads can be found in the SRA under accession numbers SRR9694420 and SRR9694229, respectively.
